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3 4783298 |qblBC0177 30. 2 | 



Homo sapiens tumor necrosis fact. 
Homo sapiens cDNA FLJ10 642 fis, . 
37181727 lqb]AY3 583 04,11 Homo sapiens clone DNA52594 DR6- 



7 022799 I dbj |AK001504.l| 



2 3238206 j ref 1 NM_,014452 . 3 1 Homo sapiens tumor necrosis fa. 



3 549262 ] gb I AF068868 . 1 | Homo sapiens TNFR-related death r. 

3 0583 67 8 1 gb|BT0 07420 . 1 | Homo sapiens tumor necrosis fact. 
3 2880108 lgblBT009883 . 1 | Synthetic construct Homo sapiens. 



170 6 6395 1 emb jAJ42 053 1. 1 |HSA42 0531 Homo sapiens mRNA full. 



16507 812 lgb|BC010241.l| Homo sapiens tumor necrosis fact. 
1674113 6 j gb] BCO 1642 0 . 1 1 Mus musculus tumor necrosis fact. 
31341673 1 ref lNM_17 8589 . 2 | Mus musculus tumor necrosis fa. 
2 633 592 6 [dbj jAK043 82 3 .1 | Mus musculus 10 days neonate co. 
34874517 1 ref 1 XM__23 69 92 . 2 [ Rattus norvegicus similar to d. 



1502 032 5 Icrb'l AY043 489. 1 | Mus musculus death receptor 6 mR. 

26329206 1 db j 1 AK03 3 529 . 1 | Mus musculus adult male colon c. 

1155 9849 jgbl AF3 22 069 .1 1 AF322 0 69 Mus musculus DR6 mRNA, c. 
1043770 5 1 dbj jAK02 52 3 5.ll Homo sapiens cDNA: FLJ21582 fis. 



6478163 1 embl AL09 6801 , 18 1HSJ181J13 Human DNA sequence fro. 
14043 014 1 gbl AF349908 . 2 | AF3 499 08 Gallus gallus death rece . 



507453 07 1 ref 1 XM_42 00 67 . 1 



PREDICTED: Gallus gallus simil. 
Mus musculus adult female vagin. 
1710 5105 [gb I AF43 2 512 . 1 | AF432 512 Gallus gallus death rece, 



2 608 5 53 9 1 dbj ]AK0 3 6984.1 | 



15880 63 6 1 embl AJ3 3 62 18 : 1 1 HSA33 6218 Homo sapiens genomic s. 



15880407 1 embl AJ3 3 5989 . 1 I HSA33 5989 Homo sapiens genomic s. 



41392831 1 emb|BX842240 .3 I Zebrafish DNA sequence from clo. 
3 5209093 1 emb | BX07 2 53 4 . 9 | Zebrafish DNA sequence from clo. 

13 52 877 9 lgb|BC00 5192 . 1 | Homo sapiens tumor necrosis fact. 
4543 3 459 [ emblBX5112 6 9 . 12 1 Zebrafish DNA sequence from cl . 
50299968 j embl CR3 8 502 3 .7 | Zebrafish DNA sequence from clo. 



2 0 0 6877 9 j emb |AL 672310.3] Human DNA sequence from clone R. 



3753 741 9 [dbj [BS 0001 52 .1 | Pan troglodytes chromosome 22 c. 



4160142 I gb] AC00 62 88 . 1 | AC00628 8 Homo sapiens chromosome 9. 



2 3462 973 | gb 1 AC12 3 53 4 . 3 | Mus musculus BAC clone RP23-356I. 
22024597 [ gb 1 AC027449 . 6 1 Homo sapiens chromosome 18, clon. 
[37 650892 [ emb | AL84 517 5 , 22 1 Mouse DNA sequence from clone . 



1258 3 560 1 embl AL03 55 6 3 • 19 1HS10 68E13 Human DNA sequence fr. 



15431210 I gbl ACQ 187 09 . 9 | Homo sapiens BAC clone RP11-215A. 



3161 6687 1 embj AL845487 .5 1 Mouse DNA sequence from clone R. . 



3 2 42744 | gb J AC 0 04126 . l|AC 004126 Human Chromosome llql2.2 



2979595 | gb [ AC 0044 58 . 1 | Homo sapiens BAC clone CTB-57J11 
13 6988 5 |gblL7 8441 .1 [SCM1433 2R Schistosoma mansoni 14-3-3. 



37499470 1 gb | AY42 5004 . 1 1 



21196^J^ AC018555^5J 



2 3 4629 53 1 gb 1 AC127 580 . 3 | 



2247 57 53 lab I AC12 1844 .2 



3453 67 82 [gb ) AC113 27 5 . 8 | 



45598861) emb [ BXO 0 5 17 4_ A ,12 



Homo sapiens estrogen receptor 1. 
Homo sapiens chromosome 16 clone. 
Mus musculus BAC clone RP24-528I. 
Mus musculus BAC clone RP23-447P. 
Mus musculus BAC clone RP24-81L3 . 
Mus musculus chromosome 8, clone, 
j Zebrafish DNA sequence from cl . 



41411306 j eittb|BX323990 .__6_i Zebrafish DNA sequence from clo. 
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14249104 1 gb| AC009488 . 5 1 Homo sapiens BAC clone RP11-33 6D. 
29366931 |gb[ AC007 603 . 5 | Homo sapiens chromosome 16 clone. 
2 912 4051 1 gbl AC023 819 . 7 | Homo sapiens chromosome 16 clone. 
49952 92 1 emb] AL03 5 668 . 15 1 HS8 59D4 Human DNA sequence from . 

Homo sapiens chromosome 15 clone. 
Homo sapiens chromosome 17, clo. 



27 3 632 04 |gb| AC0927 54.4 I 



1887 3 872 1 gb | AC037482 . 14 | 



2 7 53 0015 | dbj 1 ABO 83 124.1 1 Mus. musculus mMAN2B2 gene for h. 



315 59243 1 emb 1 AL732 62 8 . 18 1 Zebrafish DNA sequence from cl . 
5187204] gb | AC00 892 6 . 8 | Homo sapiens chromosome 5 clone 



2 3171560 1 gb I AE003718 . 3 | Drosophila melanogaster chromoso. 
12656824 j gb | ACQ 10 00 2 . 6 | AC0100 02 Homo sapiens chromosome . 



1694425 5 [ emb | AL6 07 071 . 7 1 Human DNA sequence from clone R. 

14148 854 1 embj AL45107 5 . 15 | Human DNA sequence from clone . 

27262769 | emb 1 AL92 9371 . 6 1 Mouse DNA sequence from clone R. 

103 34464 | emb 1 AL3 5 52 9 6 . 12 j Human DNA sequence from clone . 



993 0131 | g b| AF2 50 3 25 . 1 1 AF2 503 25 Homo sapiens chromosome 8. 



2 623 6 65 | gb|AF03042 9 . 1 |AF03 0429 Canis familiaris dentator, 



2 5167342 | emb | AL92857 5 . 7 [ Mouse DNA sequence from clone R. 

3 997 9448 | gb | AC1453 5 0 . 2 1 Homo sapiens chromosome 16 clone. 

3 3 62 0844 j gb 1 AC10883 8 . 2 0 | Mus musculus chromosome 18, clo. 
51948684 | gb | AC139225 . 10 1 Mus musculus chromosome 9, clon. 
3174519 5 j gb | AC1408 62 . 3 | Homo sapiens chromosome 16 clone. 
2 9 57 03 54 | gb] AC14087 3 . 3 | Homo sapiens chromosome 16 clone. 
21743749 1 gb | ACQ 08 94 6 .7 1 Homo sapiens chromosome 19 clone. 
34850131 1 emb 1 BX3 23 877 . 4 | Zebrafish DNA sequence from clo. 
212 6 3 322 1 gb 1 AC1 05942 . 2 1 Homo sapiens chromosome 1 clone . 
2162 2 681 1 gb[ AC0929 69. 7 | Homo sapiens 3 BAC RP11-5 61L3 <R. 
47716 607 1 gb | AC13132 9 . 13 | Mus musculus chromosome 13, clo. 
27452920 j gb | ACQ 16889 . 28 | Homo sapiens chromosome 17, clo. 
18 6407 02 |gb|AC093 7 63.3 [ Homo sapiens BAC clone RP11-91J3. 

4 657 6119 1 gbl AC102312.Hl Mus musculus chromosome 10, clo. 
1537 5118 1 gb | ACQ 0 842 8 . 5 | Homo sapiens chromosome 5 clone . 
1457 57 9 6 | gb | AC022731 . 4 |AC02 2731 Homo sapiens chromosome . 



3 5 500 59 1 emb | AL031054. 1 [HS48G12 Human DNA sequence from c. 



2 3 093 477 j emb | AL7 31693 . 9 [ Mouse DNA sequence from clone R. 



7 7 67904 | gb| AC004826 . 3 1 AC 004826 Homo sapiens PAC clone RP. 



249 61407 | ob| AC09 67 84. 17 1 Mus musculus chromosome 10 clon. 



217 32188 | embj AL031466 .2 ] HS6 53H13 Human DNA sequence from. 



24580436 j gb | AC055866 . 19 [ Homo sapiens chromosome 17, clo, 
3485 0546 1 gb[ AC114578 . 14 [ Mus musculus chromosome 19, clo. 
509017 63 j ref | XM_463315 . 1 [ Oryza sativa (japonica cultiva. 

10434152 jdbj |AK022642 .1 | Homo sapiens cDNA FLJ12580 fis,. 

3453017 0 j db j jAK124394.1 1 Homo sapiens cDNA FLJ42 403 fis,. 
9 6 62953 | emb | AL359554 . 7 | Human DNA sequence from clone RP . 



12 0 53 2 54 | embj AL13 687 5 . 1 | HSM8 01843 Homo sapiens mRNA; cDN. 



20521915 jdbj | AB037853 .2 | Homo sapiens mRNA for KIAA1432 
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selected sequencer 



Select af! 



Deselect b\\ 



□ >gi | 347 832 9 8 | gb 1 BC017 73 0 . 2 1 Homo sapiens tumor necrosis factor receptor sup* 

mRNA (cDNA clone MGC:21476 IMAGE : 3847246 ) , complete cds 
Length = 3238 
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Score = 4180 bits (2174), Expect =0.0 
Identities = 2078/2186 (95%) 
Strand = Plus / Plus 

Query 1 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 60 

II IMIIII II Mllllllllll Mill III llllllllllll II MM 

Sbj ct : 6 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 65 
Query: 61 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 12 0 

1 1 1 II 1 II 1 1 1 1 1 1 1 1 M I M I II M 1 1 M ! 1 1 1 i 1 1 1 1 1 M 1 1 1 1 i 1 1 i I i 

Sbjct : 66 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 125 
Query: 121 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 180 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 12 6 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 185 
Query: 181 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 240 

1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 186 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 245 
Query: 241 cattgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctttaccagg 300 

I I I MUM Mil II I II I M 

Sbj ct : 246 cat tgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctt taccagg 3 0 5 
Query: 301 catgagaatggcatagagaaatgccatgactgtagtcagccatgcccatggccaatgatt 3 60 

IM i : 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 

Sbjct: 306 catgagaatggcatagagaaatgccatgactgtagtcagccatgcccatggccaatgatt 365 
Query: 3 61 gagaaattaccttgtgctgccttgactgaccgagaatgcacttgcccacctggcatgttc 42 0 

Ml M I M I II I II II 1 1 1 MMII 1 1 Ml 1 1 1 1 II I M I M II M M 1 1 M I ! 1 1 II 

Sbjct : 366 gagaaattaccttgtgctgccttgactgaccgagaatgcacttgcccacctggcatgttc 425 
Query: 421 cagtctaacgctacctgtgccccccatacggtgtgtcctgtgggttggggtgtgcggaag 480 

MIMIIIIM II Mill I IIMMMIIMI I MUM MMIIMIIMI II MM 

Sbjct : 426 cagtctaacgctacctgtgccccccatacggtgtgtcctgtgggttggggtgtgcggaag 485 
Query: 481 aaagggacagagactgaggatgtgcggtgtaagcagtgtgctcggggtaccttctcagat 540 

Ml MMII II I II III II I II I II I MIIIIIIMIII ill II Ml Mill Ml Mill 

Sbjct: 486 aaagggacagagactgaggatgtgcggtgtaagcagtgtgctcggggtaccttctcagat 545 
Query: 541 gtgccttctagtgtgatgaaatgcaaagcatacacagactgtctgagtcagaacctggtg 600 

llllllllllll I MM III llllllllllll II I MMII llllllllllll II III 1 1 _ 

Sbjct: 546 gtgccttctagtgtgatgaaatgcaaagcatacacagactgtctgagtcagaacctggtg 605 
Query: 601 gtgatcaagccggggaccaaggagacagacaacgtctgtggcacactcccgtccttctcc 6 60 

1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I II I II 1 1 1 II II I 

Sbjct : 606 gtgatcaagccggggaccaaggagacagacaacgtctgtggcacactcccgtccttctcc 665 
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Query: 661 agctccacctcaccttcccctggcacagccatctttccacgccctgagcacatggaaacc 720 

||||M|l!i;i!!l illlll llillllllMIIIIIIMMI IMIMIIM! Illlli 

Sbjct : 6 66 agctccacctcaccttcccctggcacagccatctttccacgccctgagcacatggaaacc 725 



Query: 721 catgaagtcccttcctccacttatgttcccaaaggcatgaactcaacagaatccaactct 780 

MMMIIIMI llllllll IMMIMIIIIIIIIIIMM MMIM MM II MM 

Sbjct: 726 catgaagtcccttcctccacttatgttcccaaaggcatgaactcaacagaatccaactct 785 



Query: 7 81 tctgcctctgttagaccaaaggtactgagtagcatccaggaagggacagtccctgacaac 840 

MMIIIIIIMIMM III I IMIIMIIIIMIMMIM IMMMMII II II 

Sbjct: 78 6 tctgcctctgttagaccaaaggtactgagtagcatccaggaagggacagtccctgacaac 845 



Query: 841 acaagctcagcaagggggaaggaagacgtgaacaagaccctcccaaaccttcaggtagtc 900 

IIIIIIIMilMII IIMI IIIIIIIMIIIIIIMIIIII Mill lllill Mill 

Sbjct: 846 acaagct cagcaagggggaaggaagacgtgaacaagaccctcccaaacct tcaggtagtc 905 



Query: 901 aaccaccagcaaggcccccaccacagacacatcctgaagctgctgccgtccatggaggcc 9 60 

IIIIIIIMIIIIIIIIII IIIIMMIIIIMIIMIIIMI IMIIMIIII II MM 

Sbjct: 906 aaccaccagcaaggcccccaccacagacacatcctgaagctgctgccgtccatggaggcc 965 
Query: 9 61 actgggggcgagaagtccagcacgcccatcaagggccccaagaggggacatcctagacag 1020 

1 1 1 1 1 1 [ 1 1 1 1 [ 1 1 1 i 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 i I It I M i 1 1 1 1 M I ( 1 1 1 1 1 1 M M i 1 1 i 

Sbjct: 96 6 actgggggcgagaagtccagcacgcccatcaagggccccaagaggggacatcctagacag 102 5 



Query: 1021 aacctacacaagcattttgacatcaatgagcatttgccctggatgattgtgcttttcctg 1080 

1 1 M 1 1 1 1 1 1 1 1 II M M I M 1 1 1 1 M 1 1 1 M I M 1 1 1 1 1 1 1 1 ! I M 1 1 1 1 1 1 1 M 1 1 1 1 

Sbjct: 1026 aacctacacaagcattttgacatcaatgagcatttgccctggatgattgtgcttttcctg 1085 



Query: 1081 ctgctggtgcttgtggtgattgtggtgtgcagtatccggaaaagctcgaggactctgaaa 1140 

I II I M r 1 1 1 1 1 1 1 1 M I II II 1 1 1 II I M II 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 i 1 1 II 1 1 1 

Sbjct: 1086 ctgctggtgcttgtggtgattgtggtgtgcagtatccggaaaagctcgaggactctgaaa 1145 



Query: 1141 aaggggccccggcaggatcccagtgccattgtggaaaaggcagggctgaagaaatccatg 1200 

1 1 1 1 I I I 1 I ! i 1 1 I 1 1 1 1 L 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! < I I I I I I i I I ! I I ! 1 I i 1 1 1 

Sbjct: 1146 aaggggccccggcaggatcccagtgccattgtggaaaaggcagggctgaagaaatccatg 1205 



Query: 1201 actccaacccagaaccgggagaaatggatctactactgcaatggccatggtatcgatatc 1260 

IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIII 

Sbjct: 1206 actccaacccagaaccgggagaaatggatctactactgcaatggccatggtatcgatatc 1265 



Query: 12 61 ctgaagcttgtagcagcccaagtgggaagccagtggaaagatatctatcagtt tctttgc 1320 

I M I! 1 1 1 1 1 1 1 1 M 1 1 1 M 1 1 1 1 1 1 M 1 1 1 M 1 1 1 1 ! , 1 1 i 1 1 1 1 1 ! 1 1 1 M M i i i i I 

Sbjct: 12 6 6 ctgaagct tgtagcagcccaagtgggaagccagtggaaagatatctatcagtttctttgc 1325 
Query: 1321 aatgccagtgagagggaggttgctgctttctccaatgggtacacagccgaccacgagcgg 13 80 

IIIIIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIII 

Sbjct: 1326 aatgccagtgagagggaggt tgctgctttctccaatgggtacacagccgaccacgagcgg 1385 
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Query: 1381 gcctacgcagctctgcagcactggaccatccggggccccgaggccagcctcgcccagcta 1440 

1 1 1 1 1 1 1 1 1 1 1 1 m 1 1 1 1 j 1 1 1 1 1 m i f 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 

Sbjct: 1386 gcctacgcagctctgcagcactggaccatccggggccccgaggccagcctcgcccagcta 1445 



Query: 1441 attagcgccctgcgccagcaccggagaaacgatgttgtggagaagattcgtgggctgatg 1500 

I lllllll III llllll IIIIIIIIMI IIIIIIIIIIIIIMIIIIIIIII Mill III 

Sbjct: 144 6 attagcgccctgcgccagcaccggagaaacgatgttgtggagaagattcgtgggctgatg 1505 



Query: 1501 gaagacaccacccagctggaaactgacaaactagctctcccgatgagccccagcccgctt 1560 

I II IIIIIIIIMI IIIIIIIIMI lllllllllllllllllll I IMIIIIIIIII III 

Sbjct: 1506 gaagacaccacccagctggaaactgacaaactagctctcccgatgagccccagcccgctt 1565 



Query: 1561 agcccgagccccatccccagccccaacgcgaaacttgagaattccgctctcctgacggtg 1620 

III 1 1 1 1 1 1 1 1 [ 1 1 1 1 1 1 1 1 1 i I It 1 1 1 M ! 1 1 1 M II 1 1 1 If 1 1 llllll lllllll II 

Sbjct: 1566 agcccgagccccatccccagccccaacgcgaaacttgagaattccgctctcctgacggtg 1625 



Query: 1621 gagccttccccacaggacaagaacaagggcttcttcgtggatgagtcggagccccttctc 1680 

IIIIIIIIIIIIMMIIIIIIIIIIIMIIIMIII IIMIIMMIIMI IMMMI 

Sbjct: 1626 gagccttccccacaggacaagaacaagggcttcttcgtggatgagtcggagccccttctc 1685 



Query: 1681 cgctgtgactctacatccagcggctcctccgcgctgagcaggaacggttcctttattacc 1740 

1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 r ; f 1 1 1 1 f 1 1 1 1 1 1 1 T 1 1 1 T r i ; 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1686 cgctgtgactctacatccagcggctcctccgcgctgagcaggaacggttcctttattacc 1745 



Query: 1741 aaagaaaagaaggacacagtgttgcggcaggtacgcctggacccctgtgacttgcagcct 1800 

MIMIMMMIIIMIIMI IIIIIIIIIIIIIIMIIMIMMIMIIIIIIIIII 

Sbjct: 1746 aaagaaaagaaggacacagtgttgcggcaggtacgcctggacccctgtgacttgcagcct 1805 



Query: 1801 atctttgatgacatgctccactttctaaatcctgaggagctgcgggtgattgaagagatt 1860 

II I III II llllll II llllll llllll llllllllllll IMIMMIII IMMMI I 

Sbjct: 1806 atctt tgatgacatgctccactt tctaaatcctgaggagctgcgggtgat tgaagagat t 1865 



Query: 1861 ccccaggctgaggacaaactagaccggctattcgaaattattggagtcaagagccaggaa 1920 

IMMMI III IIMI MM I III Mill Ml III 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1866 ccccaggctgaggacaaactagaccggctattcgaaattattggagtcaagagccaggaa 1925 



Query: 1921 gccagccagaccctcctggactctgtttatagccatcttcctgacctgctgtagaacata 1980 

1 1 1 IIIIIIIMIIMIII Ml IMMMI llllll IMMIIIII Mill I MM 1 1 1 1 

Sbjct: 1926 gccagccagaccctcctggact ctgtttatagccatcttcctgacctgctgtagaacata 1985 



Query: 1981 gggatactgcattctggaaattactcaatttagtggcannnnnnnnnnnnnnnnnnnnnn 2040 

IMIIIIMIIIIIIIIII MIMMMMIIIIIMI 

Sbjct: 1986 gggatactgcattctggaaattactcaatttagtggcagggtggttttttaattttcttc 2045 



Query: 2 041 nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 2100 
Sbjct: 2046 tgt ttctgatttttgttgtttggggtgtgtgtgtgtgtttgtgtgtgtgtgtgtgtgtgt 2105 
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Query: 2101 nnnnnnnnnnnnttaacagagaaaatgggcagtgcttgaattctttctccttctctctct 2160 

IIIIIIMIII 1 1 1 1 Mllllllll MINI I lllllll llllll 

Sbjct: 2106 gtgtgtgtgtgtttaacagagaatatggccagtgcttgagttctttctccttctctctct 2165 



Query: 2161 ctcnnnnnnnnnnaaataactcctct 218 6 

Ml - MINIMI Ml 

Sbjct: 2166 ctcttttttttttaaataactcttct 2191 



HI > gi | 7 02 27 99 [dbj I AK0 01504 . 1 1 IIS Homo sapiens cDNA FLJ10642 fis, clone NT2RP2005', 
Homo sapiens TNFR-related death receptor- 6 mRNA 
Length = 263 6 

Score = 4169 bits (2168), Expect = 0.0 
Identities = 2076/2186 (94%) 
Strand = Plus / Plus 

Query: 1 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 60 

1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 

Sbjct : 389 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 448 
Query: 61 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 120 

Ml 1 1 1 1 Mill llllll llllll II IIMIIIIIIIIIIII MM II lllllllllll 

Sbjct: 449 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 508 
Query: 121 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 180 

II III II llllll llllll llllll II MMIMIMMIMIIIIMI IIIIIIMIII 

Sbjct : 509 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 568 
Query: 181 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 240 

Mill IMIMII MMMIIIIIMI MMIMIIMIIMI llllll Mill MIMI 

Sbjct: 569 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 628 
Query: 2 41 cattgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctttaccagg 3 00 

MM I II MM II lllllllllll III MMIMMMMIMMIIIMI III llllll 

Sbjct : 629 cattgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctttaccagg 688 
Query: 301 catgagaatggcatagagaaatgccatgactgtagtcagccatgcccatggccaatgatt 360 

M 1 1 1 M I ll ll 1 1 1 ll 1 1 1 1 ll 1 1 1 1 ll ll I II 1 1 1 1 ll l M ll M I M 1 1 II 1 1 1 1 1 1 

Sbjct : 689 catgagaatggcatagagaaatgccatgactgtagtcagccatgcccatggccaatgatt 748 
Query: 361 gagaaattaccttgtgctgccttgactgaccgagaatgcacttgcccacctggcatgttc 420 

II Ml I II Mill llllll IMIMII I MM II I MM 1 1 MM I II III MIIIIMI 

Sbjct : 749 gagaaattacct tgtgctgccttgactgaccgagaatgcacttgcccacctggcatgttc 808 
Query: 421 cagtctaacgctacctgtgccccccatacggtgtgtcctgtgggttggggtgtgcggaag 480 

III I II MM II llllll Mill I II IMIIMIIIIIIIIII II III lllllll III I 

Sbjct : 809 cagtctaacgctacctgtgccccccatacggtgtgtcctgtgggttggggtgtgcggaag 868 
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Query: 481 aaagggacagagactgaggatgtgcggtgtaagcagtgtgctcggggtaccttctcagat 540 

1 1 1 E 1 1 1 1 1 i 1 1 1 1 1 1 IMIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIM 

Sbjct : 869 aaagggacagagactgaggatgtgcggtgtaagcagtgtgctcggggtaccttctcagat 928 
Query: 541 gtgccttctagtgtgatgaaatgcaaagcatacacagactgtctgagtcagaacctggtg 600 

i iiiiiiiiinii 1 1 1 1 1 iiiiiiilliiliiiiiii 

Sbjct : 929 gtgccttctagtgtgatgaaatgcaaagcatacacagactgtctgagtcagaacctggtg 988 
Query: 601 gtgatcaagccggggaccaaggagacagacaacgtctgtggcacactcccgtccttctcc 660 

1 1 1 ! 1 1 i 1 1 1 1 1 1 1 1 1 1 ! 1 1 M 1 1 1 1 1 1 i 1 1 1 1 Mill! 

Sbjct : 989 gtgatcaagccggggaccaaggagacagacaacgtctgtggcacactcccgtccttctcc 1048 
Query: 6 61 agctccacctcaccttcccctggcacagccatctttccacgccctgagcacatggaaacc 720 

II 1 1 II II II IIIIIMI IIIIIIIIINII INI II Ml 

Sbjct: 1049 agctccacctcaccttcccctggcacagccatctttccacgccctgagcgcatggaaacc 1108 
Query: 721 catgaagtcccttcctccacttatgttcccaaaggcatgaactcaacagaatccaactct 7 80 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Sbjct: 1109 catgaagtcccttcctccacttatgttcccaaaggcatgaactcaacagaatccaactct 1168 
Query: 781 tctgcctctgttagaccaaaggtactgagtagcatccaggaagggacagtccctgacaac 840 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Sbjct: 1169 tctgcctctgttagaccaaaggtactgagtagcatccaggaagggacagtccctgacaac 1228 
Query: 841 acaagctcagcaagggggaaggaagacgtgaacaagaccctcccaaaccttcaggtagtc 9 00 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1229 acaagctcagcaagggggaaggaagacgtgaacaagaccctcccaaaccttcaggtagt c 1288 
Query: 901 aaccaccagcaaggcccccaccacagacacatcctgaagctgctgccgtccatggaggcc 9 60 

I IN INI I INI II I llllll III III I II MINI INN NINI II I II III III I 

Sbjct: 1289 aaccaccagcaaggcccccaccacagacacatcctgaagctgctgccgtccatggaggcc 1348 
Query: 9 61 actgggggcgagaagtccagcacgcccatcaagggccccaagaggggacatcctagacag 102 0 

1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1349 actgggggcgagaagtccagcacgcccatcaagggccccaagaggggacatcctagacag 1408 
Query: 1021 aacctacacaagcattttgacatcaatgagcatttgccctggatgattgtgcttttcctg 1080 

MINI III II II II I llllll Mill Illl MINI MINIMI Ml 

Sbjct: 1409 aacctacacaagcattttgacatcaatgagcatttgccctggatgattgtgcttttcctg 1468 
Query: 1081 ctgctggtgcttgtggtgattgtggtgtgcagtatccggaaaagctcgaggactctgaaa 1140 

I INI MM IMM MM. II 

Sbjct: 1469 ctgctggtgcttgtggtgattgtggtgtgcagtatccggaaaagctcgaggactctgaaa 1528 
Query: 1141 aaggggccccggcaggatcccagtgccattgtggaaaaggcagggctgaagaaatccatg 1200 

IMM Ml IIIMI I MMM I IMIIMMMII IMM 1 1 II IIMIIMIIM Ml 

Sbjct: 1529 aaggggccccggcaggatcccagtgccattgtggaaaaggcagggctgaagaaatccatg 1588 
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Query: 1201 actccaacccagaaccgggagaaatggatctactactgcaatggccatggtatcgatatc 1260 

IMMMMIMMMMMIMMIM'MIMMMMIMMIMIMMIMIMM 

Sbjct: 1589 actccaacccagaaccgggagaaatggatctactactgcaatggccatggtatcgatatc 1648 
Query: 1261 ctgaagcttgtagcagcccaagtgggaagccagtggaaagatatctatcagtttctttgc 1320 

Ml IIIIMIIIIIIIIIMIIIMMIIIMIIIIIIIIII IMIII II IIIIIIIMI 

Sbjct: 1649 ctgaagcttgtagcagcccaagtgggaagccagtggaaagatatctatcagtttctttgc 1708 
Query: 1321 aatgccagtgagagggaggttgctgctttctccaatgggtacacagccgaccacgagcgg 1380 

III 1 1 1 ! I II 1 1 1 1 1 1 II I M I II 1 1 1 II 1 1 1 Ml I II 1 1 1 1 1 M 1 1 1 II Ml 1 1 ! I M 

Sbjct: 1709 aatgccagtgagagggaggttgctgctttctccaatgggtacacagccgaccacgagcgg 17 68 
Query: 1381 gcctacgcagctctgcagcactggaccatccggggccccgaggccagcctcgcccagcta 1440 

I 1 1 1 I Ill I Ml III 1 1 Ml I MM III 

Sbjct: 1769 gcctacgcagctctgcagcactggaccatccggggccccgaggccagcctcgcccagcta 1828 
Query: 1441 attagcgccctgcgccagcaccggagaaacgatgttgtggagaagattcgtgggctgatg 1500 

Ml llllllll MIIMIMIIIIIIMIIIIIIIIIIIMI IIIIMMIIIIIMM 

Sbjct: 1829 attagcgccctgcgccagcaccggagaaacgatgttgtggagaagattcgtgggctgatg 1888 
Query: 1501 gaagacaccacccagctggaaactgacaaactagctctcccgatgagccccagcccgctt 1560 

Mill IIIIIMIIIIIMMIII IIIIIMIIIIIMIIMIIMI llllllllllll 

Sbjct: 1889 gaagacaccacccagctggaaactgacaaactagctctcccgatgagccccagcccgctt 1948 
Query 1561 agcccgagccccatccccagccccaacgcgaaacttgagaattccgctctcctgacggtg 1620 

1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 9 1 

Sbjct: 1949 agcccgagccccatccccagccccaacgcgaaact tgagaattccgct ctcctgacggtg 2008 
Query: 1621 gagccttccccacaggacaagaacaagggcttcttcgtggatgagtcggagccccttctc 1680 

Ml III Mill Ml Mill Ml II Ill 1 1 1 1 1 1 1 1 1 1 1 1 1 1 cq 

Sbjct: 2009 gagccttccccacaggacaagaacaagggcttcttcgtggatgagtcggagccccttctc 2068 
Query: 1681 cgctgtgactctacatccagcggctcctccgcgctgagcaggaacggttcctttattacc 1740 

Ml lllllll: lllllll I lllllllllllllllllll Mil IMIII I Mil! MUM 

Sbjct: 2069 cgctgtgactctacatccagcggctcctccgcgctgagcaggaacggt tcct ttattacc 2128 
Query: 1741 aaagaaaagaaggacacagtgttgcggcaggtacgcctggacccctgtgacttgcagcct 1800 

I MM M III Mill IM M MM III M II II I II 1 1 1 1 II 1 1 1 1 1 

Sbjct: 2129 aaagaaaagaaggacacagtgttgcggcaggtacgcctggacccctgtgacttgcagcct 2188 
Query 1801 atctttgatgacatgctccactttctaaatcctgaggagctgcgggtgattgaagagatt 1860 

I I I IIIMIMIIIIIIIIII MMMI 

Sbjct: 2189 atctttgatgacatgctccactttctaaatcctgaggagctgcgggtgattgaagagatt 2248 
Query: 18 61 ccccaggctgaggacaaactagaccggctattcgaaattattggagtcaagagccaggaa 1920 

I III I III IMIII II MM 1 1 I MM I III MM MM 

Sbjct: 2249 ccccaggctgaggacaaactagaccggctattcgaaattattggagtcaagagccaggaa 2308 
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Query: 1921 gccagccagaccctcctggactctgtttatagccatcttcctgacctgctgtagaacata 1980 

llllllllllll MMIMIIIMIIIIIIIMI I IIIIIIIIMIIIIIIIIIMIII 

Sbjct: 2309 gccagccagaccttcctggactctgtttatagccatcttcctgacctgctgtagaacata 23 68 



Query: 1981 gggatactgcattctggaaattactcaatttagtggcannnnnnnnnnnnnnnnnnnnnn 2040 

1 1 1 1 [ 1 1 L 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ( 1 1 1 1 1 1 1 1 1 1 

Sbjct: 23 69 gggatactgcattctggaaattactcaatttagtggcagggtggttttttaattttcttc 2428 



Query: 2041 nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 2100 

Sbjct: 2429 tgtttctgatttttgttgtttggggtgtgtgtgtgtgtttgtgtgtgtgtgtgtgtgtgt 2488 

v 

Query: 2101 nnnnnnnnnnnnttaacagagaaaatgggcagtgcttgaattctttctccttctctctct 2160 

II I MM MMMMM MMMMMMMMMM 

Sbjct: 2489 gtgtgtgtgtgtttaacagagaatatggccagtgcttgagttctttctccttctctctct 2548 



Query: 2161 ctcnnnnnnnnnnaaataactcctct 2186 

III MINIM! 1 1 1 

Sbjct: 2549 ctcttttttttttaaataactcttct 2574 



P > gi | 3 7181727 [_gbj AY3 583 04. 1 I IH Homo sapiens clone DNA52594 DR6-TNFR (UNQ437) mRm 
Length = 3534 

Score = 4163 bits (2165), Expect = 0.0 
Identities = 2078/2188 (94%), Gaps = 2/2188 (0%) 
Strand = Plus / Plus 

Query: 1 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 60 

MMMMMMM MMMMMMMMMM MMMMM MMM MMMMM 

Sbjct: 319 tcagccatggggacctctccgagcagcagcaccgccctcgcctcctgcagccgcatcgcc 378 
Query: 61 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 120 

MMM MMM MMMMM MMM MMM MMMMMMMM MMMMM 

Sbjct: 379 cgccgagccacagccacgatgatcgcgggctcccttctcctgcttggattccttagcacc 438 
Query: 121 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 180 

1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 

Sbjct: 439 accacagctcagccagaacagaaggcctcgaatctcattggcacataccgccatgttgac 498 
Query: 181 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 240 

I ! 1 1 ! 1 1 1 M !! 1 1 1 ! I ! I !! 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 

Sbjct: 499 cgtgccaccggccaggtgctaacctgtgacaagtgtccagcaggaacctatgtctctgag 558 
Query: 241 cattgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctttaccagg 300 

MMMMMMMMMMMMMMMMMMMMMMMMMMMMMM 

Sbjct: 559 cattgtaccaacacaagcctgcgcgtctgcagcagttgccctgtggggacctttaccagg 618 
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Color Key for fllignnent Scores 
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1 
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1 


tumor necrosis factor receptor . . . 
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gi 
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tumor necrosis factor receptor s... 
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3e-22 H 
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217 06465 |gb|AAH34349.1 | 


TNFRSF6B protein [Homo sapiens] . . . 


X »J u 
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z u 
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gi 
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gi 
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gi 
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gi 
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Ro 

d e 


1 ft 
± o 


M 


gi 
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decoy receptor 3 [Gallus gallus] 
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gi 


33325070 |gb|AAQ08183 .1 | 


herpes virus entry mediator [Mus. . . 


c o 




1 6 


if 


gi 


30725810 jref |NP 849262 . 


1| tumor necrosis factor receptor... 


ft Q 


o e 


X O 




gi 


32700005|gb|AAP86653.1 | 


CD40 [Canis familiaris] >gi|5095... 


d / 


j. e 


X IJ 


n 


gi 


34873138 | ref |XP_345617 . 


l| similar to tumor necrosis fact. . . 


86 


4e- 


15 


l£l 


gi 


3 0016 90 9 |gb|AAP03 890.1 | 


osteoprotegerin [Gallus gallus] 


86 


5e- 


15 


HI 


gi 


18447 759 | gb | AAL68 402 . 1 | 


membrane protein CD40 [Ovis aries] 




5e- 


15 




gi 


27 38131 |gb|AAB943 83.1 | 


tumor necrosis factor receptor II... 


Q ^ 


d e™ 


X D 




gi 


2 485012 9 | ref |NP_733 80 5 . 


l| tumor necrosis factor receptor... 


O c: 

O D 


/ fcr 




11 


gi 


453 83 273 1 ref 1 NP_989775 . 


1| CD30 protein [Gallus gallus] >... 


O A 

o 4 


oft- 


X j 


11 


gi 


135963 |sp|P25119|TRlB_MOUSE Tumor necrosis factor recept . . . 


84 


9e- 


15 


El 


gi 


24850125 ] ref |NP_733802 . 


l| tumor necrosis factor receptor... 


84 


le~ 


14 




gi 


34860707 i ref |XP 230854. 


2l similar to T-cell dif f erentiat . . . 


■ __84 


le- 


14 




gi 


346667 | oir II A46476 B cell-associated surface molecule CD. . . 


84 


le- 


14 




gi 


2 5012 32 | sp|Q28203 |TNR5_ 


BOVIN Tumor necrosis factor recep... 


84 


le- 


14 




gi 


6755829|ref |NP 035741.1 


| tumor necrosis factor receptor . . . 


84 


le- 


14 


H 


gi 


34499 988 i gb 1 AAQ7 3 57 6.1 1 


tumor necrosis factor receptor I. . . 


84 


le- 


14 




ai 


267407 | spl P29825 iVT2_MYXVL Tumor necrosis factor soluble .. . 


84 


2e- 


14 




gi 


27380 67 [gb[AAB943 61.1 j 


tumor necrosis factor receptor II... 


83 


3e- 


14 




gi 


2738073 |gb|AAB943 64.1 | 


tumor necrosis factor receptor II... 


83 


3e- 


14 




gi 


2738083 |gb|AAB94367 .1 | 


tumor necrosis factor receptor II... 


83 


3e- 


14 




gi 


17 52997 0 Igbl AAL40 648 . 1 1 


J2R [Monkeypox virus] >gi 1 175297 . 


83 


3e- 


14 


n 


gi 


30519576jembiCAD90751.il K3R protein [Cowpox virus] 




4e- 


14 




gi 


18056484 | emb| CAC83048 . 1 


| CrmE protein [Vaccinia virus] 




4e- 


14 




gi 


22137 743 | gb | AAH292 54 . 1 | 


TnfrsfS protein [Mus musculus] 


o ^ 


4e- 


14 




y J - 


2 887 5 519 j db j |BAC6 522 6.1 


| tumor necrosis factor receptor-... 


82 


4e- 


14 




ai 


2738127 | gb| AAB94381.1 | 


tumor necrosis factor receptor II. . . 


82 


5e- 


14 




gi 


27380 69 jgb|AAB943 62.1] 


tumor necrosis factor receptor II... 


82 


5e- 


14 




gi 


27 3 80 87 | gb| AAB943 69 . 1 | 


tumor necrosis factor receptor II... 


82 


5e- 


14 




gi 


27 3 807l|gb|AAB943 63.1 | 


tumor necrosis factor receptor II... 


82 


5e- 


14 
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4 / dzo4dd | ret | j>JF__y y y j jy . 1 


I ciJ4U l^>us scroraj >gi | ±y oy / iu4 . . . 


ft 1 


7^- 


1 A 


m 

BBOdfi 


gi 

a?. 


27380 65 |gb|AAB943 60. 1 | 


tumor necrosis factor receptor II . . . 


81 


7e- 


14 




gi 


4722 07 88 | emb | CAF9 999 5 . 1 | 


unnamed protein product [Tetrao. . . 


81 


9e- 


14 




9i 


SRTfli^SQ 1 rrK lATiTMPn/l*} 1 1 
0 D I O 0 <?y j gD | /i/\r 1 o U 41-3 . 1 J 


suuzk LKa.ojjic Lioroma vnub j ± | . . . 


80 


2e- 


13 




<ji 


2 4850121 |ref |NP„7 33803 .1 


| tumor necrosis factor receptor... 


80 


2e- 


13 


111 


gi 

iff. .... 


4505039 | ref |NP_002333 . 1 | 


lymphotoxin beta receptor; tumo . . . 


80 


2e- 


13 


E55H9 

11 


gi 


273 8089 | gb | AAB9437 0 . 1 | 


tumor necrosis factor receptor II... 


79' 


3e- 


13 




gi 


1113 6919 | emb|CAC15 562 . 1 | 


CrmE protein [Cowpox virus] 


79 


3e- 


13 




gi 


3 0519581 | emb | CAD9 07 5 6 . 1 | 


I4R protein [Cowpox virus] >gi | . . . 


79 


3e- 


13 




gi 


3213 9918 | emb|CAD57165 . 1 | 


tumour necrosis factor receptor... 


79 


3e- 


13 




gi 


ITT 01 /I1 I I A 7VT3Q /I T O O 1 I 

Z 1 6 o 141 | glD J AAby 4 S oo . 1 | 


tumor necrosis factor receptor II. . . 


7 ° 




1 1 




gi 


A / JoUb / | gb j AAB9 43 bo . 1 | 


tumor necrosis factor receptor II . . . 


/ y 


C 0 _ 


1 "3 

_L J 




gi 


2 / 3 8 059 j gb | AAB9 4 3 b / . 1 | 


tumor necrosis factor receptor II . . . 


/ y 


D B 






gi 


18483123 |gb|AAL73 920 .1 | 


putative TNF receptor II CrmB; C... 


79 


5e- 


13 


8*§n-5 

$&£ 


gi 


9627717 | ref | NP_042240 . 1 | 


G4R [Variola virus] >gi | 516449 | .. . 


79 


5e- 


13 


M 


gi 


273 813 5 |gb|AAB9 43 85. 1 | 


tumor necrosis factor receptor II... 


7 9 


5e- 


13 




gi 


2738103 |gb|AAB94377.l| 


tumor necrosis factor receptor II... 


79 


5e- 


13 




gi 


273 8101 |gb|AAB9437 6.1 | 


tumor necrosis factor receptor II... 


78 


6e- 


13 




ai 


2738137 |gb| AAB943 8 6.1 | 


tumor necrosis factor receptor II... 


78 


6e- 


13 




cri 


5830759 | emb|CAB54798 .1 | 


G2R protein [Variola minor virus. , . 


78 


7e- 


13 




gi 


2738099|gb|AAB94375.l| 


tumor necrosis factor receptor II... 


7 8 


8e- 


13 




gi 


27 38093 |gb|AAB9437 2.1 | 


tumor necrosis factor receptor II... 


7 8 
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13 




gi 


885855|gb|AAA69467.l| G2R [Variola virus] >gi | 2738095 | gb. . . 
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o t; 


1 7 




gi 


2738139 |gb|AAB943 87.1 | 


tumor necrosis factor receptor II... 


1 i 


± e 


1 9 




gi 


50790945 | ref | XP„427848 . 1 


| PREDICTED: similar to osteopro... 


77 


le- 


12 
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gi 


2738143|gb|AAB94389.l| 


tumor necrosis factor receptor II... 


77 


le- 
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gi 


333519|gb|AAA60952.l| CrmB or CPXV005 protein [Cowpox vi . . . 


77 


2e- 


12 


m 


gi 


30519575 | emb j CAD90750 . 1 | 


K2R protein [Cowpox virus] 


7 6 


2 c- 


12 




gi 


2738145 |gb|AAB943 9 0. 1 | 


tumor necrosis factor receptor II... 


7 6 


2e- 


12 




gi 


2738055 |gb| AAB943 55.1 | 


tumor necrosis factor receptor II... 
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2e- 


12 




gi 


2738129 |gb|AAB943 82 . 1 | 


tumor necrosis factor receptor II... 


76 


3e- 


12 




gi I 433 83 1 1 emb | CAA53 9 81 . 1 | 


murine tumour necrosis factor rec . . . 


75 


5e- 


12 


m 



Alignments 



Get selected sequencer j Select M j Dssetect all j 

G >g i [ 32 880109 [ gb | AAP 88885 . 1 | tumor necrosis factor receptor superfamily, member 
construct ] 
Length = 656 

Score = 1112 bits (2875), Expect - 0.0 

Identities - 560/615 (91%), Positives - 560/615 (91%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 
Sbjct: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

Query: 101 NG I EKCHDC SQ PC PWPMI EKL PC AALT DRECTC P PGMFQSNATCA PHTVC PVGWGVRKKG 160 

NG I EKC HDC S Q PC PWPMI EKL PC AAL TDRECTC P PGMFQSNATCAPHTVC PVGWGVRKKG 
Sbjct: 101 NGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 22 0 
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TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTL 



GTAIFPRPEHMETHEV SSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 



SARGKEDVNKTL PNLQWNHQQG PHHRHI LKLL PSMEATGGEKSST PIKG PKRGHPRQNL 



HKHFDINEHLPWM CS I RKS SRTLKKG PRQD P SAI VEKAGLKKSMT P 



TQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERAY 



AALQHWT I RG PEASLAQL I SALRQHRRND WEKI RGLMEDTTQLETDKLAL 



NAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCD FITKE 



KKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEIPQAEDKLDRLFEIIGVKSQEAS 



QTLLDSVYSHLPDLL 



□ > gi[ 3549263 | gb 1 AAC345S3 JL | M TNFR-related death receptor-6 [Homo sapiens] 
gi j 3718172 8 | gb | AAQ88 67 1 . 1 | E DR6-TNFR [Homo sapiens] 

gi | 3 0583 67 9 | gb 1 AAP3 60 88 . 1 | EH tumor necrosis factor receptor superfamily, member 2 
sapiens ] 

gi | 7 657 039 [ ref | NP__0552 67 » 1 [ SH tumor necrosis factor receptor superfamily, member 
death receptor 6; TNFR-related death receptor 6 [Homo 
sapiens ] 

gi j 17389379 | gb | AAH17730 . 1 1 E Tumor necrosis factor receptor superfamily, member 2 
[Homo sapiens] 

gi [212 640 87 | spjQ75509 | TR2 1JHUMAN SI Tumor necrosis factor receptor superfamily mem 
(TNFR-related death receptor-6) (Death receptor 6) 
(UNQ437/PR0868) 

gi j 7018385 j emb] CAB75692 . 1 | US dJ181J13 . 1 (Tumor necrosis factor receptor superfami 
(DR6) ) [Homo sapiens] 
Length = 655 

Score = 1111 bits (2874), Expect =0.0 

Identities = 560/615 (91%), Positives = 560/615 (91%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 
AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 



Sbjct : 


161 


Query: 


221 


Sbjct : 


221 


Query: 


281 


Sbjct: 


281 


Query : 


341 


Sbjct : 


341 


Query: 


401 


Sbjct : 


401 


Query: 


461 


Sbjct: 


461 


Query: 


521 


Sbjct: 


521 


Query: 


581 


Sbjct : 


581 


Query : 


641 


Sbjct : 


641 
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Sbjct: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

Query: 101 NGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKG 160 

NGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKG 
Sbjct: 101 NGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 220 

TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTL 
Sbjct: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLPSFSSS 220 

Query: 221 XXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 2 80 

GTAIFPRPEHMETHEV SSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 
Sbjct: 221 TSPSPGTAIFPRPEHMETHEVPSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 280 

Query: 281 SARGKEDVNKTLPNLQWNHQQGPHHRHILKLLPSMEATGGEKSSTPIKGPKRGHPRQNL 340 

SARGKEDWKTLPNLQWNHQQGPHHRHILKLLPSMEATGGEKSSTPIKGPKRGHPRQNL 
Sbjct: 281 SARGKEDVNKTLPNLQWNHQQGPHHRHILKLLPSMEATGGEKSSTPIKGPKRGHPRQNL 340 

Query: 341 HKHFD I NEHL PWMXXXXXXXXXXXXXXC S I RK S S RTLKKG PRQD P S A I VEKAGLKKSMT P 400 

HKHFDINEHLPWM C S I RKS S RTLKKG PRQD P S A I VEKAGLKKSMT P 

Sbjct: 341 HKHFDINEHLPWMI VLFLLLVLVVIVVCSIRKSSRTLKKGPRQDPSAI VEKAGLKKSMT P 400 

Query: 401 TQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERAY 460 

TQNREKWIYYCNGHGIDTLKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERAY 
Sbjct: 401 TQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERAY 460 

Query: 461 AALQHWT I RGPEASL AQL I S ALRQHRRNDWEKI RGLMEDTTQLETDKL ALXXXXXXXXX 52 0 

AALQHWT I RG PEASLAQL I SALRQHRRNDWEKI RGLMEDTTQLETDKLAL 
Sbjct: 461 AALQHWTIRGPEASLAQLISALRQHRRNDWEKIRGLMEDTTQLETDKLALPMSPSPLSP 520 

Query: 521 XXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDXXXXXXXXXXXXXXFITKE 5 80 

NAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCD FITKE 
Sbjct: 521 SPIPSPNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDSTSSGSSALSRNGSFITKE 580 

Query: 581 KKDTVLRQVRLDPCDLQP I FDDMLHFLNPEELRVI EEI PQAEDKLDRLFEI IGVKSQEAS 640 

KKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEIPQAEDKLDRLFEIIGVKSQEAS 
Sbjct: 581 KKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEAS 640 

Query: 641 QTLLDSVYSHLPDLL 655 

QTLLDSVYSHLPDLL 
Sbjct: 641 QTLLDSVYSHLPDLL 65 5 



fj >gi 1 1 6741137 [ gb[ AAH1642 0 . 1 1 SH Tumor necrosis factor receptor superf amily , membei 
musculus ] 
Length = 655 

Score = 993 bits (2567), Expect = 0.0 

Identities = 506/616 (82%), Positives - 520/616 (84%), Gaps = 2/616 (0%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

AQPEQK +L GTYRHVDR TGQVLTCDKCPAGTYVSEHCTN SLRVCSSCP GTFTRHE 
Sbjct: 41 AQPEQKTLSLPGTYRHVDRTTGQVLTCDKCPAGTYVSEHCTNMSLRVCSSCPAGTFTRHE 100 

Query: 101 NG I EKCHDCSQ PC PWPMI EKL PC AALTDRECTC P PGMFQSNATCAPHTVC PVGWGVRKKG 160 

NGIE+CHDCSQPCPWPMIE+LPCAALTDREC CPPGM+QSN TCAPHTVC PVGWGVRKKG 
Sbjct: 101 NGI ERCHDCSQPC PWPMI ERL PCAALTDREC I C PPGMYQSNGTCAPHTVC PVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 22 0 
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TE EDVRCKQCARGTFSDVPSSVMKCKA+TDCL QNL V+KPGTKETDNVCG 



Sbjct : 


161 


TENEDVRCKQCARGTFSDVPSSVMKCKAHTDCLGQNLEWKPGTKETDNVCGMRLFFSST 


220 


Query: 


221 


XXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 


280 






GT F PEHME+H+V SSTY P+GMNST+SNS+ASVR KV S I+EGTVPDNTS 




Sbjct : 


221 NPPSSGTVTFSHPEHMESHDVPSSTYEPQGMNSTDSNSTASVRTKVPSGIEEGTVPDNTS 


280 


Query: 


281 


SARGKEDVNKT L PNLQWNHQQG PHHRH I LKLL P - SMEATGGEKSST P I KG PKRGH PRQN 


339 






S GKE N+TLPN V HQQ PHHRHILKLLP SMEAT GEKSST IK PKRGHPRQN 




Sbjct : 


281 


STSGKEGTNRTLPNPPQVTHQQAPHHRHILKLLPSSMEAT-GEKSSTAIKAPKRGHPRQN 


339 


Query : 


340 


LHKHFDINEHLPWMXXXXXXXXXXXXXXCSIRKSSRTLKKGPRQDPSAIVEKAGLKKSMT 


399 






HKHFDINEHLPWM CSIRKSSRTLKKGPRQDPSAIVEKAGLKKS+T 




Sbjct : 


340 


AHKHFDINEHLPWMIVLFLLTjVr.VLTVVr^TRKSSRTLKKGPRODPSAIVEKAGLKKSLT 

XTX llVlll i-J JL IV J— >1 1 -1—1 L VVI- XX. v XJ J. XJ J_ll_f V XJ V UX V VVyJl X\X\.i-J >~> i-\ X XJX\.X\.VJ i. X\^V J-' iJfl J. V Jjl VT1VJ JU i \I \. M -l_l X 


399 


Query: 


400 


PTQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 


459 






PTONRFKWTYY NGHGTDTLKT.VAAOVG^OWKDTYOFLCNASFREVAAFSNGYTADHERA 

X X y^XN X\X_jXV VV XXX XM VJX 1\J X LJ X XJXVXJ V /^JM^y V \J VVXvX-' X X ^> X XJ ^ llilfcj 1 — i L\ J — i V liill »_>XN vj X X iiUl i X-l iul 




Sbjct : 


400 


PTONREKWIYYRNGHGIDILKLVAAOVGSOWKDIYOFLCNASEREVAAFSMGYTADHERA 


459 


Query: 


460 


YAALQHWT I RG PEASL AQL I SALRQHRRNDWEKI RGLMEDTTQLETDKL ALXXXXXXXX 


519 






YAALOHWTIRGPEASLAOTiTSAT,ROHRRNn\7VFKTRGTiMFnTTOTiFTD'KTiATi 

x nrijj y/ x x v v x x x\.vj x xj/i^j xj/i^/xj x vj/^xjr\.^xiir\.rvL>i lj v v XjXvx. x\.^jxjx il^iU x x yuj_i x x^xyxj^xxj 




Sbjct : 


460 


YAATiOHWTTRGPFA^T.AOT.T^AT.ROHRRMmA/F'KTRGTiMFnTTOT.FTnKT.AT.PMSP^PT.^ 

X ^"U-iXJ^/XX VV X X X\v? x XZj-raO J_IXT.y/i_l J. O XT. X_) Xv "^y ii X\ X\XN LJ V V XLiXN. X I\v7XJ X'X J_> J_V X X y/XJJ—i X XvxVXJ/IlXJ XT X XCJ t O x XJO 


519 


Query: 


520 


XXXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDXXXXXXXXXXXXXXFITK 


579 






N KLENS LLTVEPSP DKNK FFVDESEPLLRCD FITK 




Sbjct : 


520 


PSPIPSPiWKLENSTLLTVEPSPLDKNKCFFVDESEPLLRCDSTSSGSSALSRNGSFITK 


579 


Query: 


580 


EKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 


639 






EKKDTVLRQVRLDPCDLQPIFDDMLH LNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 




Sbjct : 


580 


EKKDT VLRQVRLDPCDLQ P I FDDMLHI LNPEELRVI EEI PQAEDKLDRLFEI IGVKSQEA 


639 


Query: 


640 


SQTLLDSVYSHLPDLL 6 55 








SQTLLDSVYSHLPDLL 




Sbjct : 


640 


SQTLLDSVYSHLPDLL 6 55 





fj > gi 1 30519885 1 ref j NP__848704 . 1 1 Hi tumor necrosis factor receptor super family, memt 
receptor 6; TNFR-related death receptor-6 [Mus musculus] 

gi 1 1502 032 6 1 gb 1 AAK74193 . 1 | BH death receptor 6 [Mus musculus] 

gi j 21264096 | sp j Q9EPU5 [ TR21„M0USE Tumor necrosis factor receptor superfamily membe 
(TNFR-related death receptor-6) (Death receptor 6) 

gij26335927 | db j |BAC31664.l[ SH unnamed protein product [Mus musculus] 
Length = 655 

Score = 990 bits (2559), Expect =0.0 

Identities = 506/616 (82%), Positives - 520/616 (84%), Gaps = 2/616 (0%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKC PAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

AQPEQK +L GTYRHVDR TGQVLTCDKC PAGTYVSEHCTN SLRVCSSCP GTFTRHE 
Sbjct : 41 AQPEQKTLSLPGTYRHVDRTTGQVLTCDKCPAGTYVSEHCTNMSLRVCSSCPAGTFTRHE 100 

Query: 101 NGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKG 160 

NGIE+CHDCSQPCPWPMIE+LPCAALTDREC CPPGM+QSN TCA PHT VC PVGWG VRKKG 
Sbjct: 101 NGIERCHDCSQPCPWPMIERLPCAALTDRECICPPGMYQSNGTCAPHTVCPVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 22 0 

TE EDVRCKQCARGTFSDVPSSVMKCKA+TDCL QNL V+KPGTKETDNVCG 
Sbjct: 161 TENEDVRCKQCARGTFSDVPSSVMKCKAHTDCLGQNLEVVKPGTKETDNVCGMRLFFSST 2 20 
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Query: 221 XXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 280 

GT F PEHME+H+V SSTY P+GMNST+SNS+ASVR KV S I+EGTVPDNTS 
Sbjct: 221 NPPSSGTVTFSHPEHMESHDVPSSTYEPQGMNSTDSNSTASVRTKVPSGIEEGTVPDNTS 280 

Query: 281 SARGKEDVNKTLPNLQWNHQQGPHHRHILKLLP-SMEATGGEKSSTPIKGPKRGHPRQN 33 9 

S GKE N+TLPN V HQQ PHHRHILKLLP SMEAT GEKSST IK PKRGHPRQN 
Sbjct: 281 STSGKEGTNRTLPNPPQVTHQQAPHHRHILKLLPSSMEAT-GEKSSTAIKAPKRGHPRQN 339 

Query: 3 40 LHKHF D I NEHL PWMXXXXXXXXXXXXXXCS I RKS SRTLKKG PRQDPS AI VEKAGLKKSMT 399 

HKHFDINEHLPWM CSIRKSSRTLKKGPRQDPSAIVEKAGLKKS+T 
Sbjct: 340 AHKHFDINEHLPWMIVLFLLLVLVLIWCSIRKSSRTLKKGPRQDPSAIVEKAGLKKSLT 399 

Query: 400 PTQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 459 

PTQNREKWIYY NGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 
Sbjct: 400 PTQNREKWI YYRNGHG I D I LKLVAAQVGSQWKD I YQFLCNASEREVAAFSNG YTADHERA 459 

Query: 460 YAALQHWT I RG PEASLAQL I SALRQHRRNDWEKI RGLMEDTTQLETDKLALXXXXXXXX 519 

YAALQHWT I RG PEASLAQL I SALRQHRRND WEKI RGLMEDTTQLETDKL AL . 
Sbjct: 460 YAALQHWT I RG PEASLAQL I SALRQHRRNDWEKI RGLMEDTTQLETDKLAL PMS PS PLS 519 

Query: 520 XXXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDXXXXXXXXXXXXXXFITK 579 

N KLENS LLTVEPSP DKNK FFVDESEPLLRCD FITK 
Sbjct: 520 PSPMPSPNVKLENSTLLTVEPSPLDKNKCFFVDESEPLLRCDSTSSGSSALSRNGSFITK 579 

Query: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 63 9 

EKKDT VLRQVRL D PCDLQ P I FDDML H LNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 
Sbjct: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHILNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 639 

Query: 640 SQTLLDSVYSHLPDLL 655 

SQTLLDSVYSHLPDLL 
Sbjct: 640 SQTLLDSVYSHLPDLL 655 



p > gi [3 4874518 | ref 1 XP„2 3 6992 .2 [ HI similar to death receptor 6 [Rattus norvegicus] 
Length = 655 

Score = 984 bits (2545), Expect =0.0 

Identities - 503/616 (81%) r Positives = 520/616 (84%), Gaps = 2/616 (0%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKC PAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

AQPEQK +L GTYRHVDR TGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCP GTFTRHE 
Sbjct: 41 AQPEQKTLSLTGTYRHVDRTTGQVLTCDKC PAGTYVSEHCTNTSLRVCSSCPSGTFTRHE 100 

Query: 101 NG I EKCHDCSQ PC PWPMI EKL PCAALTDRECTC P PGMFQSNATCAPHT VC PVGWGVRKKG 160 

NGIE+CHDCSQPCP PMIE+LPCAALTDREC CPPGM+QSN TCAPHTVC PVGWGVRKKG 
Sbjct: 101 NGIERCHDCSQPCPRPMIERLPCAALTDRECICPPGMYQSNGTCAPHTVC PVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 22 0 

TE EDVRCKQCARGTFSDVPSSVMKC+A+TDCL QNL+V+K GTKETDNVCG 
Sbjct: 161 TENEDVRCKQCARGTFSDVPSSWKCRAHTDCLGQNLMVVKQGTKETDNVCGVHLSSSST 220 

Query: 221 XXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 2 80 

G A F PEH E+H+V SSTY P+GMNST+SNS+ASVR KV S IQE TVPDNTS 
Sbjct: 221 TPSSPGIATFSHPEHTESHDVPSSTYEPQGMNSTDSNSTASVRTKVPSDIQEETVPDNTS 280 

Query: 281 SARGKEDVNKTL PNLQWNHQQG PHHRH I LKLL P - SMEATGGEKSST P IKG PKRGHPRQN 339 

S GKE N+TLPN + HQQG PHHRHILKLLP SMEAT GEKSST IK PKRGHPRQN 
Sbjct: 2 81 STSGKESTNRTLPNPPQLTHQQGPHHRHILKLLPSSMEAT-GEKSSTAIKAPKRGHPRQN 33 9 
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Query: 3 40 LHKHFDINEHLPWMXXXXXXXXXXXXXXCSIRKSSRTLKKGPRQDPSAIVEKAGLKKSMT 3 99 

HKHFDINEHLPWM CSIRKSSRTLKKGPRQDPSAI+EKAGLKKS+T 
Sbjct: 340 PHKHF'DINEHLPWMIVLFLLLVLVLIWCSIRKSSRTLKKGPRQDPSAIMEKAGLKKSLT 399 

Query: 400 PTQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 459 

PTQNREKWIYY NGHG I D I LKL VAAQ VGSQWKD I YQF L CNASEREVAAF SNG YT ADHERA 
Sbjct: 400 PTQNREKWIYYRNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 459 

Query: 460 YAALQHWTIRGPEASLAQLISALRQHRRNDWEKIRGLMEDTTQLETDKLALXXXXXXXX 519 

YAALQHWT I RG PEASLAQL I S ALRQHRRNDVVEKI RGLMEDTTQLETDKL AL 
Sbjct: 460 YAAL QHWT I RG PEASLAQL I SALRQHRRND WEKI RGLMEDTT QLET DKLAL PMS PS PLS 519 

Query: 520 XXXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDXXXXXXXXXXXXXXFITK 579 

N KLENS LLTVEPSP DKNKGFFVDESEPLLRCD FITK 
Sbjct: 520 PSPIPSPNVKLENSTLLTVEPSPLDKNKGFFVDESEPLLRCDSTSSGSSALSRNGSFITK 579 

Query: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEIPQAEDKLDRLFEIIGVKSQEA 639 

EKKDTVLRQVRLDPCDLQPIFDDMLH LNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 
Sbjct: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHILNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 639 

Query: 640 SQTLLDSVYSHLPDLL 655 

SQTLLDSVYSHLPDLL 
Sbjct: 640 SQTLLDSVYSHLPDLL 655 



□ > qi 1 115598 50 1 gb 1 AAG3 8115 .1 1 H DR6 [Mus musculus] 
Length = 655 

Score = 982 bits (2539), Expect = 0.0 

Identities = 505/616 (81%), Positives = 519/616 (84%), Gaps = 2/616 (0%) 

Query: 41 AQPEQKASNLIGTYRHVDRATGQVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHE 100 

AQPEQK +L GTYRHVDR TGQVLTCDKCPAGTYVSEHCTN SLRVCSSCP GTFTRHE 
Sbjct: 41 AQPEQKTLSLPGTYRHVDRTTGQVLTCDKCPAGTYVSEHCTNMSLRVCSSCPAGTFTRHE 100 

Query: 101 NG I EKC HDC S Q P C PW PM I EKL P C AAL TDRECT C P PGMF Q SNAT C A PHT VC P VG WG VRKKG 160 

NGIE+CHDCSQPCPWPMIE+LPCAALTDREC CPPGM+QSN TCAPHTVCPVGWGVRKKG 
Sbjct: 101 NGIERCHDCSQPCPWPMIERLPCAALTDRECICPPGMYQSNGTCAPHTVC PVGWGVRKKG 160 

Query: 161 TETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPGTKETDNVCGTLXXXXXX 220 

TE EDVRCKQCARGTFSDVPSSVMKCKA+TDCL QNL V+KPGTKETDNVCG 
Sbjct: 161 TENEDVRCKQCARGTFSDVPSSVMKCKAHTDCLGQNLEWKPGTKETDNVCGMRLFFSST 22 0 

Query: 221 XXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVRPKVLSSIQEGTVPDNTS 280 

GT F PEHME+H+V SSTY P+GMNST+SNS+ASVR KV S I+EGTVPDNTS 
Sbjct: 221 NPPSSGTVTFSHPEHMESHDVPSSTYEPQGMNSTDSNSTASVRTKVPSGIEEGTVPDNTS 280 

Query: 281 SARGKEDVNKTLPNLQWNHQQGPHHRHILKLLP-SMEATGGEKSSTPIKGPKRGHPRQN 339 

S GKE N+TLPN V HQQ PHHRHILKLLP SMEAT GEKSST IK PKRGHPRQN 
Sbjct: 281 ST SGKEGTNRTL PNP PQVTHQQAPHHRH I LKLL PSSMEAT - GEKS STAI KAPKRGH PRQN 339 

Query: 340 LHKHFD I NEHL PWMXXXXXXXXXXXXXXC S I RKS S RTLKKG PRQD PS A I VEKAGLKKSMT 3 99 

HKHFDINEHLP M CSIRKSSRTLKKGPRQDPSAIVEKAGLKKS+T 
Sbjct: 340 AHKHFDINEHLPLMIVLFLLLVLVLIWCSIRKSSRTLKKGPRQDPSAIVEKAGLKKSLT 399 

Query: 400 PTQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 459 

PTQNREKWIYY NGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 
Sbjct: 400 PTQNREKWIYYRNGHGIDILKLVAAQVGSQWKDIYQFLCNASEREVAAFSNGYTADHERA 459 
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Query: 460 YAALQHWTIRGPEASLAQLISALRQHRRNDWEKIRGLMEDTTQLETDKLALXXXXXXXX 519 

YAALQHWTIRGPEASLAQLISALRQHRRNDWEKIRGLMEDTTQLETDKLAL 
Sbjct: 460 YAALQHWT I RG PEASL AQL I SALRQHRRNDWEKI RGLMEDTTQLETDKLAL PMS PS PLS 519 

Query: 52 0 XXXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDXXXXXXXXXXXXXXFITK 57 9 

N KLENS LLTVEPSP DKNK FFVDESEPLLRCD FITK 
Sbjct: 520 PSPMPSPNVKLENSTLLTVEPSPLDKNKCFFVDESEPLLRCDSTSSGSSALSRNGSFITK 579 

Query: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 63 9 

EKKDTVLRQVRLDPCDLQPIFDDMLH LNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 
Sbjct: 580 EKKDTVLRQVRLDPCDLQPIFDDMLHILNPEELRVIEEI PQAEDKLDRLFEI IGVKSQEA 639 

Query: 640 SQTLLDSVYSHLPDLL 655 

SQTLLDSVYSHLPDLL 
Sbjct: 640 SQTLLDSVYSHLPDLL 6 55 



□ > qi 1 2 632 9 207 I dbj |BAC2 8342 .1 [ EH unnamed protein product [Mus musculus] 
Length - 573 

Score = 913 bits (2359), Expect = 0.0 

Identities = 468/573 (81%), Positives - 481/573 (83%), Gaps = 2/573 (0%) 

SLRVCSSCPVGTFTRHENGIEKCHDCSQPCPWPMIEKLPCAALTDRECTCPPGMFQSNAT 14 
SLRVCSSCP GTFTRHENGIE+CHDCSQPCPWPMIE+LPCAALTDREC CPPGM+QSN T 
SLRVCSSCPAGTFTRHENGIERCHDCSQPCPWPMIERLPCAALTDRECICPPGMYQSNGT 61 

CAPHTVCPVGWGVRKKGTETEDVRCKQCARGTFSDVPSSVMKCKAYTDCLSQNLWIKPG 2 C 
CAPHTVC PVGWGVRKKGTE EDVRCKQCARGTFSDVPSSVMKCKA+TDCL QNL V+KPG 
CAPHTVCPVGWGVRKKGTENEDVRCKQCARGTFSDVPSSVMKCKAHTDCLGQNLEVVKPG 12 

TKETDNVCGTLXXXXXXXXXXXGTAIFPRPEHMETHEVFSSTYVPKGMNSTESNSSASVR 2 6 
TKETDNVCG GT F PEHME+H+V S TY P+GMNST+SNS+ASVR 

TKETDNVCGMRLFFSSTNPPSSGTVTFSHPEHMESHDVPSPTYEPQGMNSTDSNSTASVR It 

PKVLSSI QEGTVPDNTSS ARGKEDVNKTL PNLQVVNHQQG PHHRHI LKLL P - SMEATGGE 31 

KV S I+EGTVPDNTSS GKE N+TLPN V HQQ PHHRHILKLLP SMEAT GE 
TKVPSGIEEGTVPDNTSSTSGKEGTNRTLPNPPQVTHQQAPHHRHILKLLPSSMEAT-GE 2< 

KS ST P I KGPKRGH PRQNLHKHFD I NEHL PWMXXXXXXXXXXXXXXCS I RKS SRT LKKG PR 3i 
KSST IK PKRGHPRQN HKHFDINEHLPWM CSIRKSSRTLKKGPR 
KSSTAIKAPKRGHPRQNAHKHFDINEHLPWMIVLFLLLVLVLIWCSIRKSSRTLKKGPR 3 C 

QDPSAIVEKAGLKKSMTPTQNREKWIYYCNGHGIDILKLVAAQVGSQWKDIYQFLCNASE 4^ 
QD PS AI VEKAGLKKS + T PTQNREKWI YY NGHG I D I LKLVAAQ VGS QWKD I YQF LCNAS E 
QD PS AI VEKAGLKKSLT PTQNREKWI YYRNGHG I D I LKLVAAQVGSQWKD I YQFLCNASE 3 t 

REVAAFSNGYTADHERAYAALQHWT I RGPEASLAQL I SALRQHRRNDWEKI RGLMEDTT 5C 
REVAAFSNGYTADHERAYAALQHWTIRGPEASLAQLI SALRQHRRNDWEKI RGLMEDTT 
REVAAF SNGYTADHERAYAALQHWT I RGPEASLAQL I SALRQHRRNDWEKI RGLMEDTT 4: 

QLETDKLALXXXXXXXXXXXXXXXNAKLENSALLTVEPSPQDKNKGFFVDESEPLLRCDX 5 1 
QLETDKLAL N KLENS LLTVEPSP DKNK FFVDESEPLLRCD 

QLETDKLALPMSPSPLSPSPMPSPNVKLENSTLLTVEPSPLDKNKCFFVDESEPLLRCDS 4f 

XXXXXXXXXXXXXFITKEKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEIPQAE 6: 
F I TKEKKDTVLRQVRL D PCDLQ P I FDDMLH LN PEELRVI EEI PQAE 



Query : 


84 


Sbjct : 


2 


Query : 


144 


Sbjct : 


62 


Query : 


204 


Sbjct: 


122 


Query : 


264 


Sbjct : 


182 


Query : 


323 


Sbjct : 


241 


Query : 


383 


Sbjct : 


301 


Query : 


443 


Sbjct: 


361 


Query : 


503 


Sbjct : 


421 


Query : 


563 


Sbjct : 


481 
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